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GAG GCA ATT GAG GCG CCC ATT 



AGT GCA GTT GGC TGA GAA GAG 



GTC ACG CTG GTT ATG GCC TGC 
Vol Thr Leu Vol Met Ala Cys 

AAA GAA CTC CTT TGG GGA AAG 
Lys Glu Leu Leu Trp Gly Lys 

GAA AGC AAG CGC CTG GTG GAC 
Giu Ser Lys Arg Leu Val Asp 

AAG AAA AGA GGA ATC CTT TCT 
Lys Lys Arg Gly lie Leu Ser 

GAG CCA ACA AGC GGA GTG ATT 
Glu Pro Thr Ser Gly Vol lie 



27 

TCA GAA 

• 

Bl 

GAA AAA 



135 
ACA GAA 
Thr Glu 

189 
CCT GAG 
Pro Glu 

243 
ACC GCC 
Thr Ala 

297 
GGA GCT 
Gly Ala 

35! 
GCC CGA 
Ala Arg 



GAG TTA CAG CCG TGA AAA TTA 

• • • • 



AGA ATG AGA GCG CTG GCT GTG 
MET Arg Ala Leu Ala Val 



GCC TTC TTC CCC TTC ATC TCD 
Ala Phe Phe Pro Phe I le Ser 



GAG TCT CGT GTC TCT AGC GTC 
Glu Ser Arg Val Ser Ser Val 

ATG TAC GCC ACG ATG CAG AGA 
Met Tyr Ala Thr Het Gin Arg 



CAG CTT CTG TCT TTT TCC AAA 
Gin Leu Leu Ser Phe Ser Lys 



GCA GCA GAG ATA ATG GAA ACA 
Ala Ala Glu lie Met Glu Thr 



54 

CTC AGC 

108 
CTG TCT 
Leu Ser 

162 
AGA GGG 
Arg Gly 

216 
TTG GAG 
Leu Glu 

270 
AAC CTC 
Asn Leu 

324 
CTT CCT 
Leu Pro 

37fl 
TCA ATA 
Ser He 



405 432 
CAA GCG ATG AAA AGA AAA GTC AAC CTG AAA ACT CAA CAA TCA CAG CAT CCA ACG 
Gin Ala Met Lys Arg Lys Val Asn Leu Lys Thr Gin Gin Ser Gin His Pro Thr 

459 486 

GAT'GCT TTA TCA GAA GAT CTG CTG AGC ATC ATT GCA AAC ATG TCT GGA TGT CTC 

Asp Ala Leu Ser Glu Asp Leu Leu Ser He lie Ala Asn Met Ser Gly Cys Leu 

i 
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CCT TAC. ATG CTG 
Pro Tyr Met Leu 

CCC ATC ACA GGA 
Pro He Thr Gty 



ACG GCC CTG GCA 
Thr Ala Leu Ala 



CGA GGC TGG AAC 
Arg Gly Trp Asn 

GAG GTG ACA AGA 
Glu Val Thr Arg 

CGC TAT TCT GAC 
Arg Tyr Ser Asp 



TTC ACA CCA CAG 
Phe Thr Pro Gin 



ATG ACT TGT GAG 
Met Thr Cys Glu 



CGG CCG GCC GCG 
Arg Pro Ala Ala 



513 

CCC CCA AAA TGC CCA AAC ACT 
Pro Pro Lys Cys Pro Asn Thr 

567 

GCT TGC AAC AAC AGA GAC CAC 
Ala Cys Asn Asn Arg Asp His 

681 

CGA TGG CTC CCT CCA GTC TAT 
Arg Trp Leu Pro Pro Va 1 Tyr 

675 

CCC GGC TTC TTG TAC AAC GGG 
Pro Gly Phe Leu Tyr Asn Gly 

789 

CAT GTC ATT CAA GTT TCA AAT 
His Val He Gin Val Ser Asn 

783 

CTC CTG ATG GCA TGG GGA CAA 
Leu Leu MET Ala Trp Gly Gin 

837 

AGC ACC AGC AAA GCT GCC TTC 
Ser Thr Ser Lys Ala Ala Phe 

891 

AAC CAA AAC CCA TGT TTT CCC 
Asn Gin Asn Pro Cys Phe Pro 

945 

GGC ACC GCC TGT CTG CCC TTC 
Gly Thr Ala Cys Leu Pro Phe 



540 

TGC CTG GCG AAC AAA TAC AGG 
Cys Leu Ala Asn Lys Tyr Arg 

594 

CCC AGA TGG GGC GCC TCC AAC 
Pro Arg Trp Gly Ala Ser Asn 

648 

GAG GAC GGC TTC AGT CAG CCC 
Glu Asp Gly Phe Ser Gin Pro 

702 

TTC CCA CTG CCC CCG GTC CGG 
Phe Pro Leu Pro Pro Val Arg 

756 

GAG GTT GTC ACA GAT GAT GAC 
Glu Val Val Thr Asp Asp Asp 

810 

TAC ATC GAC CAC GAC ATC GCG 
Tyr He Asp His Asp 1 le Ala 

864 

GGG GGA GGG TCT GAC TGC CAG 
Gly Gly Gly Ser Asp Cys Gin 

918 

ATA CAA CTC CCG GAG GAG GCC 
He Gin Leu Pro Glu Glu Ala 

97E 

TAC CGC TCT TCG GCC GCC TGC 
Tyr Arg Ser Ser Ala Ala Cys 
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999 1026 
GGC ACC CGG GAC CAA GGC GCG CTC TTT GGG AAC CTG TCC ACG GCC AAC CCG AGG 
Gly Thr Gly Asp Gin Gly. Ala Leu Phe Gly Asn Leu Ser Thr Ala Asn Pro Arg 

x 

1053 1080 
CAG CAG ATG AAC GGG TTG ACC TCG TTC CTG GAC GCG TCC ACC GTG TAT GGC AGC 
Gin Gin Met Asn Gly Leu Thr Ser Phe Leu Asp Ala Ser Thr Vat Tyr Gly Ser 

1107 1134 
TCC CCG GCC CTA GAG AGG CAG CTG CGG AAC TGG ACC AGT GCC GAA GGG CTG CTC 
Ser Pro Ala Leu Glu Arg Gin Leu Arg Asn Trp Thr Ser Ala Glu Gly Leu Leu 

x 



1161 1188 
CGC GTC CAC GGC CGC CTC CGG GAC TCC GGC CGC GCC TAC CTG CCC TTC GTG CCG 
Arg Vol His Gly Arg Leu Arg Asp Ser Gly Arg Ala Tyr Leu Pro Phe Val Pro 

1215 1242 
CCA CGC GCG CCT GCG GCC TGT GCG CCC GAG CCC GGC AAC CCC GGA GAG ACC CGC 
Pro Arg Ala Pro Ala Ala Cys Ala Pro Glu Pro Gly Asn Pro Gly Glu Thr Arg 

1269 12% 
GGG CCC TGC TTC CTG GCC GGA GAC GGC CGC GCC AGC GAG GTC CCC TCC CTG ACG 
Gly Pro Cys Phe Leu Ala Gly Asp Gly Arg Ala Ser Glu Val Pro Ser Leu Thr 

1323 1350 
GCA CTG CAC ACG CTG TGG CTG CGC GAG CAC AAC CGC CTG GCC GCG GCG CTC AAG 
Ala Leu His Thr Leu Trp Leu Arg Glu His Asn Arg Leu Ala Ala Ala Leu Lys 

1377 1404 
GCC CTC AAT GCG CAC TGG AGC GCG GAC GCC GTG TAC CAG GAG GCG CGC AAG GTC 
Ala Leu Asn Ala His' Trp Ser Ala Asp Ala Val Tyr Gin Glu Ala Arg Lys Val 

1431 1458 
GTG GGC GCT CTG CAC CAG ATC ATC ACC CTG AGG GAT TAC ATC CCC AGG ATC CTG 
Val Gly Ala Leu His Gin lie lie Thr Leu Arg Asp Tyr lie Pro Arg lie Leu 
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1485 I5ia 
GGA CCC GAG GCC TTC CAG CAG TAC GTG GGT CCC TAT GAA GGC TAT GAC TCC ACC 
Gly Prp Glu Alo Phe Gin Gin Tyr Vol Gly Pro Tyr Glu Gly Tyr Asp Ser Thr 

1539 1566 
GCC AAC CCC ACT GTG TCC AAC GTG TTC TCC ACA GCC GCC TTC CGC TTC GGC CAT 
Alo Asn Pro Thr Vol Ser Asn Vol Phe Ser Thr Ala Ala Phe Arg Phe Gly His 



1593 1690 
GCC ACG ATC CAC CCG CTG GTG AGG AGG CTG GAC GCC AGC TTC CAG GAG CAC CCC 
Ala Thr He His Pro Leu Vol Arg Arg Leu Asp Ala Ser Phe Gin Glu His Pro 

1647 1674 
GAC CTG CCC GGG CTG TGG CTG CAC CAG GCT TTC TTC AGC CCA TGG ACA TTA CTC 
Asp Leu Pro Gly Leu Trp Leu His Gin Ala Phe Phe Ser Pro Trp Thr Leu Leu 

1701 1788 
CGT GGA GGT GGT TTG GAC CCA CTA ATA CGA GGC CTT CTT GCA AGA CCA GCC AAA 
Arg Gly Gly Gly Leu Asp Pro Leu He Arg Gly Leu Leu Ala Arg Pro Ala Lys 

1755 1782 
CTG CAG GTG CAG GAT CAG CTG ATG AAC GAG GAG CTG ACG GAA AGG CTC TTT GTG 
Leu Gin Val Gin Asp Gin Leu Met Asn Glu Glu Leu Thr Glu Arg Leu Phe Vol 

1809 1836 
CTG TCC AAT TCC AGC ACC TTG GAT CTG GCG TCC ATC AAC CTG CAG AGG GGC C6G 
Leu Ser Asn Ser Ser Thr Leu Asp Leu Ala Ser He Asn Leu Gin Arg Gly Arg 



1863 1890 
GAC CAC GGG CTG CCA GGT TAC AAT GAG TGG AGG GAG TTC TGC GGC CTG CCT CGC 
Asp His Gly Leu Pro Gly Tyr Asn Glu Trp Arg Glu Phe Cys Gly Leu Pro Arg 

1917 1944 
CTG GAG ACC CCC GCT GAC CTG AGC ACA GCC ATC GCC AGC AGG AGC GTG GCC GAC 
Leu Glu Thr Pro Ala Asp Leu Ser Thr Ala He Ala Ser Arg Ser Val Ala Asp 
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1971 

AAG ATC CTG GAC TTG TAC AAG CAT CCT GAC AAC ATC 
Lys He Leu Asp Leu Tyr Lys His Pro Asp Asn Me 

2025 

TTA GCT GAA AAC TTC CTC CCC AGG GCT CGG ACA GGG 
Leu Ala Glu Asn Phe Leu Pro Arg Ala Arg Thr Gly 

2079 

ATT GGG AAG CAG ATG AAG GCT CTG CGG GAC GGT GAC 
lie Gly Lys Gin Met Lys Ala Leu Arg Asp Gly Asp 

2133 

AGC CAC GTC TTC ACG GAT GCA CAG AGG CGT GAG CTG 
Ser His Val Phe Thr Asp Ala Gin Arg Arg Glu Leu 

2187 

CGG GTC ATC TGT GAC AAC ACT GGC CTC ACC AGG GTG 
Arg Val lie Cys Asp Asn Thr Gly Leu Thr Arg Val 

2241 

GTC GGC AAA TTC CCC GAA GAC TTT GAG TCT TGT GAC 
Val Gly Lys Phe Pro Glu Asp Phe Glu Ser Cys Asp 

2295 

CTG GAG GCC TGG AGG GAA ACC TTT CCT CAA GAC GAC 
Leu Glu Aid Trp Arg Glu Thr Phe Pro Gin Asp Asp 

2349 

AGC GTG GAG AAT GGG GAC TTT GTG CAC TGT GAG GAG 
Ser Val Glu Asn Gly Asp Phe Val His Cys Glu Glu 

2403 

GTG TAT TCC TGC CGG CAC GGG TAT GAG CTC CAA GGC 
Val Tyr Ser Cys Arg His Gly Tyr Glu Leu Gin Gly 

2457 

ACC CAG. GAA GGA TGG GAT TTC CAG CCT CCC CTC TGC 
Thr Gin Glu Gly Trp Asp Phe Gin Pro Pro Leu Cys 



199B 

GAT GTC TGG CTG GGA GGC 
Asp Val Trp Leu Gly Gly 

2052 

CCC CTG TTT GCC TGT CTC 
Pro Leu Phe Ala Cys Leu 

2106 

TGG TTT TGG TGG GAG AAC 
Trp Phe Trp Trp Glu Asn 

2160 

GAG AAG CAC TCC CTG TCT 
Glu Lys His Ser Leu Ser 

2214 

CCC ATG GAT GCC TTC CAA 
Pro Met Asp Ala Phe Gin 

2268 

AGC ATC ACT GGC ATG AAC 
Ser He Thr Gly Met Asn 

2322 

AAG TGT GGC TTC CCA GAG 
Lys Cys Gly Phe Pro Glu 

2376 

TCT GGG AGG CGC GTG CTG 
Ser Gly Arg Arg Val Leu 

2430 

CGG GAG CAG CTC ACT TGC 
Arg Glu Gin Leu Thr Cys 

2484 

AAA GAT GTG AAC GAG TGT 
Lys Asp Val Asn Glu Cys 
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2511 2538 
OCA GAC GGT GCC CAC CCC CCC TGC CAC GCC TCT GCG AGG TGC AGA AAC ACC AAA 
Ala Asp Gly Ala His Pro Pro Cys His Ala Ser Ala Arg Cys Arg Asn Thr Lys 

2565 2592 
GGC GGC TTC CAG TGT CTC TGC GCG GAC CCC TAC GAG TTA GGA GAC GAT GGG AGA 
Gly Gly Phe Gin Cys Leu Cys Ala Asp Pro Tyr Glu Leu Gly Asp Asp Gly Arg 

2619 2646 
ACC TGC GTA GAC TCC GGG AGG CTC CCT CGG GTG ACT TGG ATC TCC ATG TCG CTG 
Thr Cys Vol Asp Ser Gly Arg Leu Pro Arg Val Thr Trp lie Ser Met Ser Leu 

2673 2700 
GCT GCT CTG CTG ATC GGA GGC TTC GCA GGT CTC ACC TCG ACG GTG ATT TGC AGG 
Ala Ala Leu Leu He Gly Gly Phe Ala Gly Leu Thr Ser Thr Vol lie Cys Arg 

2727 2754 
TGG ACA CGC ACT GGC ACT AAA TCC ACA CTG CCC ATC TCG GAG ACA GGC GGA GGA 
Trp Thr Arg Thr Gly Thr Lys Ser Thr Leu Pro lie Ser Glu Thr Gly Gly Gly 

2781 2808 
ACT CCC GAG CTG AGA TGC GGA AAG CAC CAG GCC GTA GGG ACC TCA CCG CAG CGG 
Thr Pro Glu Leu Arg Cys Gly Lys His Gin Ala Val Gly Thr Ser Pro Gin Arg 

2835 2862 
GCC GCA GCT CAG GAC TCG GAG CAG GAG AGT GCT GGG ATG GAA GGC CGG GAT ACT 
Ala Ala Ala Gin Asp Ser Glu Gin Glu Ser Ala Gly Met Glu Gly Arg Asp Thr 

2889 2916 
CAC AGG CTG CCG AGA GCC CTC TGA GGG CAA AGT GGC AGG ACA CTG CAG AAC AGC 
His Arg Leu Pro Arg Ala Leu A * A 

2943 2970 
TTC ATG TTC CCA AAA TCA CCG TAC GAC TCT TTT CCA AAC ACA GGC AAA TCG GAA 

2997 3024 
ATC AGC AGG ACG ACT GTT TTC CCA ACA CGG GTA AAT CTA GTA CCA TGT CGT AGT 

3051 

TAC TCT CAG GCA TGG ATG AAT AAA TGT TAT AGC TGC AAA AAA AAA AAA 



AAA AAA 
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